relevant candidate genes. Here, we performed whole genome sequencing of C. argus 48 to construct its draft genome, aiming to offer useful information for further functional 49 studies and identification of target genes related to air breath, a distinguished feature 50 of this teleost fish. 
Conclusion:
We generated a high-quality draft genome of C. argus, which will 58 provide a valuable genetic resource for further biomedical investigations of this 59   1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64  65 Introduction of C. argus 64 The Northern snakehead (Channa argus) is a special snakehead fish mainly cultivated 65 in Asia and Africa for food, especially in China with an annual production of about 66 510,000 tons (worth ~1.6 billion US dollars). Genetic degradation caused by 67 inbreeding of C. argus cultivation has led to higher susceptibility to diseases. 
172
We further identified 24 gene families that were specific in the snakehead fish ( Figure   173 1a).
175
Subsequently, we selected 1,918 single-copy (only one gene from each species) 176 orthogroups from the above-mentioned 9 teleost species. We used MUSCLE (version 177 3.8.31) [28] to align the protein sequences from the 1,918 orthogroups, respectively.
178
We also converted protein alignments to their corresponding CDS alignments using an 179   1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64  65 in-house perl script. All the translated CDS sequences were then combined into one 
Conclusion

186
We report the first whole genome sequencing, assembly, and annotation of the Mb). We also predicted 19,877 protein-coding genes from the generated assembly.
191
The draft genome assembly will be valuable for genetic breeding, environmental
192
DNA detection for invasive species, and biomedical studies on this economically 193 important teleost fish. Based on these genomic data, researchers will be able to 1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64 The raw sequencing reads of all libraries have been deposited at NCBI (SRP078899).
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